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<210> 1 
<211> 2905 
<212> DNA 

<213> Artificial Sequence 



<223> Description of Artificial Sequence: [cDNA of 

encoding sequence of vitamin D receptor related 



gamma (VDRRg) ] 
<400> 1 



S= = s= = s= 5= s 
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=::: ; : - 

ctgcaggccc catcgaggga agaagctgcc aagtggagcc 

= = = ^ - 
=::; =: = = r - =r « - 
™ s= ss= sz-s« u«- - 



1 



tacat gct g a a g aa g ct g ca .ct.cat.a* = at g ^ = ™ 
ctcttctccc cagaccgccc a gg t g t g ctg cag«W* ^ c *Lgcc tgctcatagg 1440 
caattcgcca ttactctgaa gtcctacatt £ agca tc. tgctcagcac 1500 

ttcttgttcc tgaagatcat ggctatgctc «WJtoc g g ^ 
a cccagcggc tgctgcgcat ccaggacata c^t , tccg agaggcagcc 1620 

tt g ttc gg ca tcacaggtag ctgagcggct ^™ \ q ^ qqacao tgccaagagc 1680 
agacccagag ccctctgagc cgccactccc ^ccaa* c * atgacagc tggctagcat 1740 
c 9 ga caatgcc ctgctggcct gtctccctag gtgaag ccac 1800 

tcctcaggaa gg acat ggg t ^cccccacc cccag« g ggcaagg ttg 1860 

ag actcttac gtggagagtg cactgacctg taggtcaOT cc cacta aagtg 1920 

ccctttcctt ttaaaaggcc ctgtggtctg W**"^ ctgggg tcta tgcccacata 1980 
tcaa gg t gtg gaagggacca agcgaccaag ^.ggcca ^ tgtc tcccac 2040 

cccacgtttg ttcgcttcct ^gtcttttc attgcta g tactcatcg 2100 

ttcccactcg ttcccctcct cttccgagct jctttgtggg aggcc tgcac 2160 

gcaggtgcat gagtatctgt gggagtcctc tagagag^g ^ ctctg catcc 2220 

Laatgtcag aagcttggca tgacctcatt tgtgggg tat acagcattga 2280 

.tttgaacac attattaagc actgataata ^gcctg J ^ gaaacacaaa 23 40 

ctcagatata gatcctgagc tcacagagtt tatagtta atttccctgt 2400 

caatttggat caaaaggaga aaatgataag tgacaaaag 9 cgagga catg 2460 

gtggatgctg agctgtgatg gcaggcactg ^cccaag tg gg tttggtgtag 2520 
ag?ctg?agg agcaagggca caaactgcag <*gtgagtgc ^JJ atgctg ggta 2580 
gtaggtctgt ttgccacttg atggggcctg Mtt^cc accatttaca 26 40 

Uctgtg. caa gg ctac g ctgacaatc J aaagtgcctg 2700 

=: = ::=: ::= :=a - 

aaaaaaaaaa aaaaaaaaaa aaaaa 

<210> 2 
<211> 434 
<212> PRT 

<213> Artificial Sequence 

<220> . f artificial Sequence: [Deduced amino 

<223> Description of Artificial * d a 

acid sequence of vitamin D receptor 

(VDRR g ) 1 

<400> 2 _ pin ser Trp Asn His Ala Asp Phe Val His 

Met Glu Val Arg Pro Lys Glu Ser Trp ^ 15 

1 5 

Tw« Pro Ser Val Asn Ala Asp 

20 

^ t1o rvs Ara Val Cys Gly Asp Lys Ala 
Glu Glu Val Gly Gly Pro Gin lie Cys Arg ^ 

35 



2 



• 



Thr Gly Tyr His Phe Asn Val Met Thr Cys Glu Gly Cys Lys Gly Phe 



50 



55 



60 



Phe Arg Arg Ala Met Lys Arg Asn Ala Arg Leu Arg Cys Pro Phe Arg 
65 ™ « 80 

Lys Gly Ala Cys Glu lie Thr Arg Lys Thr Arg Arg Gin Cys Gin Ala 
85 90 95 

Cys Arg Leu Arg Lys Cys Leu Glu Ser Gly Met Lys Lys Glu Met lie 



Met Ser Asp 
115 



100 105 

Glu Ala Val Glu Glu Arg Arg Ala Leu lie Lys Arg Lys 



120 



125 



Lys Ser Glu Arg Thr Gly Thr Gin Pro Leu Gly Val Gin Gly Leu Thr 
130 135 140 

Glu Glu Gin Arg Met Met lie Arg Glu Leu Met Asp Ala Gin Met Lys 

155 i6 ° 



145 



150 



Thr Phe Asp Thr Thr Phe Ser His Phe Lys Asn Phe Arg Leu Pro Gly 

175 



165 170 
Val Leu Ser Ser Gly Cys Glu Leu Pro Glu Ser Leu Gin Ala Pro Ser 



180 



185 



190 



Arg Glu Glu Ala Ala Lys Trp Ser Gin Val Arg Lys Asp Leu Cys Ser 

200 205 



195 



Leu Lys 



Val Ser Leu Gin Leu Arg Gly Glu Asp Gly Ser Val Trp Asn 



220 



210 215 
T yr Lys Pro Pro Ala Asp Ser Gly Gly Lys Glu lie Phe Ser Leu Leu 



235 



225 230 

Pro His Met Ala Asp Met Ser Thr Tyr Met Phe Lys Gly He lie Ser 



255 



245 250 
Phe Ala Lys Val lie Ser Tyr Phe Arg Asp Leu Pro He Glu Asp Gin 



270 



260 265 
lie Ser Leu Leu Lys Gly Ala Ala Phe Glu Leu Cys Gin Leu Arg Phe 



275 



280 



285 



Asn Thr Val Phe Asn Ala Glu Thr Gly Thr Trp Glu Cys Gly Arg Leu 

295 300 



290 



3 



„ ncr , Thr Ala Glv Gly Phe Gin Gin Leu Leu Leu 
Ser Tyr Cys Leu Glu Asp Thr Ala faiy ^xy ^ 

305 310 3 

DhB His Tvr Met Leu Lys Lys Leu Gin Leu His 
Glu Pro Met Leu Lys Phe His Tyr Met 335 

325 JJU 

Glu Olu Glu T y r ».l «.t SIB Ma U. Ser Leu Ph. Ser Pro *sp 

340 345 

w^i u a i a<?t3 Gin Leu Gin Glu Gin 
Arg Pro Gly Val Leu Gin His Arg Val Val Asp ^ 

355 360 

t « q^r Tvr He Glu Cys Asn Arg Pro Gin Pro 
Phe Ala He Thr Leu Lys Ser Tyr lie w y ^ 

370 375 

M . His Ar 9 P»e Leu Phe Leu Lys '« « £ "* Too 

385 390 

Rrg Ser na » Ma Gin His Thr Gin *j Leu Leu Arc He Gin »sp 

405 4iU 
„e His Pro Phe Ma Thr Pro Leu «et Gl» Glu Leu Phe Gly He Thr 



425 430 

420 



Gly Ser 



<210> 3 
<211> 2802 
<212> DNA 

<213> Artificial Sequence 
<220> 



< 3> Description of Artificial Sequence: [cDNA of 

encoding sequence of vitamin D receptor related 
gamma-2 (VDRRg-2)] 

<4 ° 0> 3 * <-„„ ottaatgctg gcagcccccc tgaggccaag gacagcagca 60 

tgaattcgtg ggcctgctgg gttagtgctg g * raaaacacct gccatacccc 120 

tjacagtcac caggactcac cacttcaagg 9 gcaaaC ctgg 180 

tgcacagtgc tgcggctgag ttggcttcaa - , aggcc g g^^ ^ 

aggtgagacc caaagaaagc tggaaccatg ctg g tccc ca aatctgcc 300 

ctgttcctgg aaagcccagt Qtcaacgcag atgaggaagt gg g gaaggatgca 3 60 

gtgtatgtgg ggacaaggcc actggctatc »ctt«atgt * ttccggaagg 420 
aggg cttttt caggagggcc atgaaacgca acgcccggct ggtg ^ 480 

gcg cctgcga gatcacccgg aagacccggc gacagtgcca gg 



4 



gcctggagag cggcatgaag aaggagatga tcatgtccga cgaggccgtg gaggagaggc 540 
gggccttgat caagcggaag aaaagtgaac ggacagggac tcagccactg ggagtgcagg 600 
ggctgacaga ggagcagcgg atgatgatca gggagctgat ggacgctcag atgaaaacct 660 
ttgacactac cttctcccat ttcaagaatt tccggctgcc aggggtgctt agcagtggct 720 
gcgagttgcc agagtctctg caggccccat cgagggaaga agctgccaag tggagccagg 780 
tccggaaaga tctgtgctct ttgaaggtct ctctgcagct gcggggggag gatggcagtg 840 
tctggaacta caaaccccca gccgacagtg gcgggaaaga gatcttctcc ctgctgcccc 900 
acatggctga catgtcaacc tacatgttca aaggcatcat cagctttgcc aaagtcatct 960 
cctacttcag ggacttgccc atcgaggacc agatctccct gctgaagggg gccgctttcg 1020 
agctgtgtca actgagattc aacacagtgt tcaacgcgga gactggaacc tgggagtgtg 1080 
gccggctgtc ctactgcttg gaagacactg caggtggctt ccagcaactt ctactggagc 1140 
ccatgctgaa attccactac atgctgaaga agctgcagct gcatgaggag gagtatgtgc 1200 
tgatgcaggc catctccctc ttctccccag accgcccagg tgtgctgcag caccgcgtgg 1260 
tggaccagct gcaggagcaa ttcgccatta ctctgaagtc ctacattgaa tgcaatcggc 320 
cccagcctgc tcataggttc ttgttcctga agatcatggc tatgctcacc gagctccgca 1380 
gcatcaatgc tcagcacacc cagcggctgc tgcgcatcca ggacatacac ccctttgcta 1440 
cgcccctcat gcaggagttg ttcggcatca caggtagctg agcggctgcc cttgggtgac 1500 
acctccgaga ggcagccaga cccagagccc tctgagccgc cactcccggg ccaagacaga 1560 
tggacactgc caagagccga caatgccctg ctggcctgtc tccctaggga attcctgcta 1620 
tgacagctgg ctagcattcc tcaggaagga catgggtgcc ccccaccccc agttcagtct 1680 
gtagggagtg aagccacaga ctcttacgtg gagagtgcac tgacctgtag gtcaggacca 1740 
tcagagaggc aaggttgccc tttcctttta aaaggccctg tggtctgggg agaaatccct 1800 
cagatcccac taaagtgtca aggtgtggaa gggaccaagc gaccaaggat aggccatctg 1860 
gggtctatgc ccacataccc acgtttgttc gcttcctgag tcttttcatt gctacctcta 1920 
atagtcctgt ctcccacttc ccactcgttc ccctcctctt ccgagctgct ttgtgggctc 1980 
aaggcctgta ctcatcggca ggtgcatgag tatctgtggg agtcctctag agagatgaga 2040 
agccaggagg cctgcaccaa atgtcagaag cttggcatga cctcattccg gccacatcat 2100 
tctgtgtctc tgcatccatt tgaacacatt attaagcact gataataggt agcctgctgt 2160 
ggggtataca gcattgactc agatatagat cctgagctca cagagtttat agttaaaaaa 2220 
acaaacagaa acacaaacaa tttggatcaa aaggagaaaa tgataagtga caaaagcagc 2280 
acaaggaatt tccctgtgtg gatgctgagc tgtgatggca ggcactgggt acccaagtga 2340 
aggttcccga ggacatgagt ctgtaggagc aagggcacaa actgcagctg tgagtgcgtg 2400 
tgtgtgattt ggtgtaggta ggtctgtttg ccacttgatg gggcctgggt ttgttcctgg 2460 
ggctggaatg ctgggtatgc tctgtgacaa ggctacgctg acaatcagtt aaacacaccg 2520 
gagaagaacc atttacatgc accttatatt tctgtgtaca catctattct caaagctaaa 2580 
gggtatgaaa gtgcctgcct tgtttatagc cacttgtgag taaaaatttt tttgcatttt 2640 
cacaaattat actttatata aggcattcca cacctaagaa ctagttttgg gaaatgtagc 2700 
cctgggttta atgtcaaatc aaggcaaaag gaattaaata atgtactttt ggctaaaaaa 2760 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa aa 



<210> 4 
<211> 473 
<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence: [Deduced amino 
acid sequence of vitamin D receptor related 



5 



gamma-2 (VDRRg-2)] 

<400> 4 

Thr Val Thr Arg Thr His His Phe Lys Glu Gly Ser Leu Arg Ala • 



Met 

1 5 



10 15 



Pro Ala lie Pro Leu His Ser Ala Ala Ala Glu Leu Ala Ser Asn His 

25 30 



20 



Pro Arg Gly Pro Glu Ala Asn Leu Glu Val Arg Pro Lys Glu Ser Trp 
35 40 45 

Asn His Ala Asp Phe Val His Cys Glu Asp Thr Glu Ser Val Pro Gly 
50 55 60 

Lys Pro Ser Val Asn Ala Asp Glu Glu Val Gly Gly Pro Gin lie Cys 
65 ™ 75 80 

Arg Val Cys Gly Asp Lys Ala Thr Gly Tyr His Phe Asn Val Met Thr 
85 90 95 

Cys Glu Gly Cys Lys Gly Phe Phe Arg Arg Ala Met Lys Arg Asn Ala 
100 105 HO 

Arg Leu Arg Cys Pro Phe Arg Lys Gly Ala Cys Glu lie Thr Arg Lys 
115 120 I 25 

Thr Arg Arg Gin Cys Gin Ala Cys Arg Leu Arg Lys Cys Leu Glu Ser 



130 



135 140 



Gly Met Lys Lys Glu Met He Met Ser Asp Glu Ala Val Glu Glu Arg 
145 150 155 160 

Arg Ala Leu lie Lys Arg Lys Lys Ser Glu Arg Thr Gly Thr Gin Pro 

170 i75 



165 



Leu Gly Val Gin Gly Leu Thr Glu Glu Gin Arg Met Met lie Arg Glu 
180 185 190 

Leu Met Asp Ala Gin Met Lys Thr Phe Asp Thr Thr Phe Ser His Phe 



195 



Lys Asn Phe Arg Leu Pro Gly Val Leu Ser Ser Gly Cys Glu Leu Pro 



210 



215 220 



Glu Ser Leu Gin Ala Pro Ser Arg Glu Glu Ala Ala Lys Trp Ser Gin 
225 230 235 240 
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Val Arg Lys Asp Leu Cys Ser Leu Lys Val Ser Leu Gin Leu Arg Gly 
245 250 255 

Glu Asp Gly Ser Val Trp Asn Tyr Lys Pro Pro Ala Asp Ser Gly Gly 
260 265 270 

Lys Glu He Phe Ser Leu Leu Pro His Met Ala Asp Met Ser Thr Tyr 
275 280 285 

Met Phe Lys Gly He He Ser Phe Ala Lys Val He Ser Tyr Phe Arg 
290 295 300 

Asp Leu Pro He Glu Asp Gin He Ser Leu Leu Lys Gly Ala Ala Phe 
305 310 315 320 

Glu Leu Cys Gin Leu Arg Phe Asn Thr Val Phe Asn Ala Glu Thr Gly 
325 330 335 

Thr Trp Glu Cys Gly Arg Leu Ser Tyr Cys Leu Glu Asp Thr Ala Gly 
340 345 350 

Gly Phe Gin Gin Leu Leu Leu Glu Pro Met Leu Lys Phe His Tyr Met 
355 360 365 

Leu Lys Lys Leu Gin Leu His Glu Glu Glu Tyr Val Leu Met Gin Ala 
370 375 380 

He Ser Leu Phe Ser Pro Asp Arg Pro Gly Val Leu Gin His Arg Val 
385 390 395 400 

Val Asp Gin Leu Gin Glu Gin Phe Ala He Thr Leu Lys Ser Tyr He 
405 410 415 

Glu Cys Asn Arg Pro Gin Pro Ala His Arg Phe Leu Phe Leu Lys He 
420 425 430 

Met Ala Met Leu Thr Glu Leu Arg Ser He Asn Ala Gin His Thr Gin 
435 440 445 

Arg Leu Leu Arg He Gin Asp He His Pro Phe Ala Thr Pro Leu Met 
450 455 460 



Gin Glu Leu Phe Gly He Thr Gly Ser 
465 470 
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